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Genetic Diversity of Mitochondrial DNA Genome of Wenling Humped Cattle
LI Shuang', XIA Xiao-ting', LI Fu-giang®, CHEN Ning-bo', LEI Chu-zhao'*
(1. College of Animal Science and Technology, Northwest A&F University, Yangling, Shaanxi 712100
2. Hunan Tianhua Industrial Corporation Lid, Lianyuan, Hunan 417126)

Abstract: [ Objective ] Sequencing the whole genome sequence of mitochondrial DNA to understand the ma-
ternal origin and genetic diversity of Wenling humped cattle. [ Method ] DNA extraction and sequencing, and bioin-
formatics were used. [ Result] 263 variation sites were found and 9 haplotypes were defined by analyzing the whole
genome sequence of mitochondrial DNA of 19 Wenling humped cattle. The haplotype diversity ( Hd + SD) was
0.778 £0.096 and nucleotide diversity (Pi +SD) was 0.0017 £0.0014, which showed the low mitochondrial ge-
netic diversity in Wenling humped cattle. NJ tree and haplotype network showed that the maternal origins of Wen-
ling humped cattle were from Bos taurus and Bos indicus. [ Conclusion] Wenling humped cattle has a low genetic
diversity. Meanwhile, Wenling humped cattle had two types of maternal origins from Bos taurus and Bos indicus and
were mainly affected by Bos indicus.

Key words: Wenling hump cattle ; mitochondrial DNA genome; genetic diversity ; maternal origin
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Growth Performance and Nutritional Value of Wild Bamao

Grass in Anhui Province
JIN Hai, ZHAO Shuan-ping, XU Lei, JIA Yu-tang”
(Anhui Province Key Laboratory of Livestock and Poultry Product Safety Engineering , Institute of Animal Husbandry and
Veterinary Science of Anhui Academy of Agricultural Sciences, Hefei 230001)

Abstract: [ Objective ] The objective was to study the natural growth performance and nutritional value of wild
bamao grass in Anhui province. [ Method ] This experiment was carried out in Anqing Taihu area from April to Oc-
tober 2020. The bamao grass was cut about every 30 days, and the yield, growth rate and conventional nutritional
value of bamao grass were measured and analyzed. [ Result] The results showed that the plant height of wild bamao
grass was 152.80 ~174.80 cm. It could be cut once a year. The yield of fresh grass was 24. 68 ~28.22 t/hm”,
hay was 6.85 ~11.10 t/hm’, the growth rate was fast from April to July and the fastest was 5. 15 ¢cm/d from June
to July. The moisture content was 55.20% ~80.54% . The crude protein content (CP) based on dry matter was
7.50% ~10.76% , the crude fiber (CF) was 31.50% ~42.90% , and the neutral detergent fiber ( NDF) was
63.00% ~74.40% , acid detergent fiber ( ADF) was 35.40% ~44.60% , and crude ash ( Ash) was 6.40% ~
11.20% . But the contents of crude fat (EE), Ca and P were low. [ Conclusion| The yield of bamao grass was
rich and its nutritional value was higher than that of general crop straw, which indicated that bamao grass could be
popularized as roughage for beef cattle.

Key words: bamao grass; output; plant height; growth rate; conventional nutrients



